Abstract
results, contigs were assembled by PCR-based gap closure and sequencing.
70
DNA sequence analysis showed the presence of two plasmids: pKDO1 (GenBank Acc.
71
No. JX424423) and pKPN-CZ (JX424424). pKDO1 was 127,509 bp in size and showed high 72 similarity to several K. pneumoniae plasmids such as pKF3-94 (FJ876826), pKPHS2 
83
The plasmid pKDO1 contained a Multi-drug Resistance Region (MRR) of 39,761 bp 84 carrying an interesting set of antibiotic resistance genes (red line in Figure 1 ). The MRR was 85 flanked on one side by IS26 followed by qnrB1 and ΔIS3000 and on the other by additional 86 common resistance genes with the end defined by integron terminal repeat (IRt) of an In4-type 87 class 1 integron. In particular, the MRR contained the ESBL bla CTX-M-15 gene included in a 
